In this dataset we integrated figures comparing leaf number and rosette diameter in three Arabidopsis FT overexpressor lines (AtF-TOE) driven by KNAT1 promoter, "A member of the KNOTTED class of homeodomain proteins encoded by the STM gene of Arabidopsis" [5], vs Wild Type (WT) Arabidopsis plats. Also, presented in the tables are some transcriptomic data obtained by RNA-seq Illumina HiSeq from rosette leaves of Arabidopsis plants of AtF-TOE 2.1 line vs WT with accession numbers SRR2094583 and SRR2094587 for AtFTOE replicates 1-3 and AtWT for control replicates 1-2 respectively. Raw data of paired-end sequences are located in the public repository
a b s t r a c t
In this dataset we integrated figures comparing leaf number and rosette diameter in three Arabidopsis FT overexpressor lines (AtF-TOE) driven by KNAT1 promoter, "A member of the KNOTTED class of homeodomain proteins encoded by the STM gene of Arabidopsis" [5] , vs Wild Type (WT) Arabidopsis plats. Also, presented in the tables are some transcriptomic data obtained by RNA-seq Illumina HiSeq from rosette leaves of Arabidopsis plants of AtF-TOE 2.1 line vs WT with accession numbers SRR2094583 and SRR2094587 for AtFTOE replicates 1-3 and AtWT for control replicates 1-2 respectively. Raw data of paired-end sequences are located in the public repository of the National Center for Biotechnology Information of the National Library of Medicine, National Institutes of Health, United States of America, Bethesda, MD, USA as Sequence Read Archive (SRA). Performed analyses of differential expression genes are visualized by Mapman and presented in figures. "Transcriptomic analysis of Arabidopsis overexpressing flowering locus T driven by a meristem-specific promoter that induces early flowering" [2] , described the interpretation and discussion of the obtained data.
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Value of the data
The amplification of transgene by PCR and copy variation number by ddPCR is fundamental to compare independent transgenic events.
ANOVA and T-Student test were employed to assess statistical significance of data (α ¼ 0.05) for leaf count and rosette diameter in order to compare three AtFTOE lines and WT.
Differentially expressed genes in the context of cellular functions are graphically presented by
Mapman to understand the integrative changes in the metabolism.
Raw data from the Illumina HiSeq sequencing are available for further analyses.
Data
In this article are presented the data analyses (figures) from leaf count and rosette diameter for three lines AtFTOE (2.1, 3.1 an 4.3) compared with WT Arabidopsis plants ( Fig. 2A and B respectively) . Data corresponding to differential expression (log2 fold change) from AtFTOE 2.1 line vs WT Arabidopsis are visualized by Mapman (Fig. 3) . Some data corresponding to down-regulated genes are presented in Table 3 .
Experimental design, materials and methods

Determination of transgene (FT) and copy variation number in three AtFTOE lines
Transgene FT (560 bp) was amplified by PCR from three AtFTOE (2.1,3.1 and 4.3) lines (Fig. 1A) . Droplet digital PCR (ddPCR) was employed to determine transgene (FT) copy variation number (CVN) (Fig. 1B) . As template were used 2.5 ng of genomic DNA previously digested with HindIII. Droplets were generated for PCR reaction with the specific primers AtFT-qPCR (F) (5
The 152 bp of PCR-amplified product Arabidopsis HMGB1 (AT3G51880) was used as an internal, reference gene. The primers used as reference were HMGB1 probe [ 
. The HMGB1 PCR-amplified product was 96 bp. After cycling, the PCR nano droplets were counted using the droplet reader Bio-Rad QX100 system (Bio-Rad 2012).
Determination of leaf number and rosette diameter in three AtFTOE and WT plants
Three AtFTOE (2.1,3.1 and 4.3) lines and WT Arabidopsis Columbia-0 ecotype were employed. Seeds were stratified, kept at 4°C for 3 days in the dark and then germinated and grown in hydroponic system [1] at 22°C under controlled conditions, initially in short days (8 h light, 16 h dark) and after 21 days the seedlings were transferred to long-day (16 h light, 8 h dark) photoperiod under 100-120 mmol m À 2 s À 1 . Plants grown under these conditions were used for determining rosette leaf number ( Fig. 2A) by individual counting and rosette diameter (Fig. 2B ) quantified by image analyses using the software Imagej (http://rsb.info.nih.gov). Cuantitative data were statistically analyzed with ANOVA and T-Student test at (α ¼ 0.05).
Massive mRNA-sequencing by Illumina, bioinformatics analysis and data processing
For RNA-Sequencing by illumina HiSeq was used total RNA from rosette leaves of 35-day old of AtFTOE 2.1 line and Wild Type (WT) plants. RNA was extracted with the RNeasy Plant Kit (Qiagen). The RNA-seq experiments were conducted with RNA isolated from three biological replicates per AtFTOE 2.1 line and two biological replicates for WT with accession numbers SRR2094583 and SRR2094587 respectively. Illumina sequencing was performed at Otogenetics (Georgia-USA). Illumina HiSeq Sequencing with PE50 yielded 20 million reads by triplicate ( Table 2 ). The raw data files are available at the National Center for Biotechnology Information (NCBI) Sequence Read Archive (SRA) accession numbers SRR2094583 and SRR2094587 for AtFTOE replicates 1-3 and AtWT for control replicates 1-2 respectively. The paired-end reads were aligned to the reference Arabidopsis genome using Tophat (version 2.0.10) [7] and Bowtie2 (version 2.1.0) [4] . The reference Arabidopsis genome and gene model annotation files (TAIR10 oftp://igenome:G3nom3s4u@ussd-ftp.illumina.com/Arabidopsis_thaliana/NCBI/TAIR10/Arabidopsis_thaliana_NCBI_TAIR10.tar.gz 4) were downloaded from the Illumina iGenomes (http://support.illumina.com/sequencing/sequencing_software/igenome.html). Differential expression was determined by Cufflinks (version 2.1.1) as described by Trapnell et al. [8] and then was visualized by CummeRbound, an edgeR package [3] . To analyze the variation in expression between two replicates from WT and three replicates from AtFTOE it was calculated the absolute difference of the log2 fold change and adjusted to P-value r0.05.
Visualization of differential expression by Mapman
In order to visualize differential expression we used Mapman tool, mapping the Mapman databases (http://mapman.gabipd.org/web/guest/mapman; Ath_AGI_LOCUS_TAIR10_Aug2012-3.m02; [6] ) using raw data of differential expression log2 fold change and adjusted to P-value r0.05 (Fig. 3) .
Primer design
Primers design (Table 1) was performed by OligoArchitect™ Primer and Probe Design Solutions (http://www.sigmaaldrich.com/technical-documents/articles/biology/probe-design-services.html). Gene sequences were obtained from Tair database (https://www.arabidopsis.org).
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